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TTTTCTGGCC TGACAACCAG GGTGGCGCAG GATGCTCAGT GCAGAGAGGA 50 

AGAAGCAGGT GGTCTCTGCA GCTGGAAGCT CAGCTCCCAC CCAGCTGCTT 100 

TGCATGTCCC TCCCAGCTGC CCTACCTTCC AGAGCCC jATA TCAATjG CCTG 150 

TGTCAGAGCC CTGGGGAGGA ACTGCTCAGT TAGGACCCAG AGGGAACCAT 200 

Me 

GGAAGCCCCA GCTCAGCTTC TCTTCCTCCT GCTACTCTGG CTCCCAGgtg 250 
tGluAlaPro AlaGlnleuL euPheLeuLe uLeuLeuTrp LeuPro 
agggggaacc atgaggtggt tttgcacatt agtgaaaact cttgccacct 300 

ctgctcagca agaaatataa ttaaaattca aagtatatca acaattttgg 350 

ctctactcaa agacagttgg tttgatcttg attacatgag tgcatttctg 400 

ttttatttcc aatttcagAT ACCACCGGAG AAATTGTGTT GACACAGTCT 450 

Asp ThrThrGlyG XuIleValLe uThrGlnSer 
CCAGCCACCC TGTCTTTGTC TCCAGGGGAA AGAGCCACCC TCTCCTGCAG 500 
ProAlaThrL euSerLeuSe rProGlyGlu ArgAlaThrL euSerCysAr 
GGCCAGTCAG AGTGTTAGCA GCTACTTAGC CTGGTACCAA CAGAAACCTG 550 
gAlaSerGln SerValSerS erTyrLeuAl aTrpTyrGln GlnLysProG 
GCCAGGCTCC CAGGCTCCTC ATCTATGATG CATCCAACAG GGCCACTGGC 600 
"LyGlnAlaPr oArgLeuLeu IleTyrAspA laSerAsnAr gAlaThrGly 
ATCCCAGCCA GGTTCAGTGG CAGTGGGTCT GGGACAGACT TCACTCTCAC 650 
IleProAlaA rgPheSerGl ySerGlySer GlyThrAspP heThrieuTh 
CATCAGCAGC CTAGAGCCTG AAGATTTTGC AGTTTATTAC TGTCAGCAGC 700 
rlleSerSer LeuGl uProG luA spPheAl aVal TyrTyr CysGl nGlnA 
GTAGCAACTG GCCTCdCACA~GT5ATTCCAC ATGAAACAAA AACCjCCAACA 750 



rgSerAsnTr pPro 

AGACCATCAG TGTTTACTAG ATTATTATAC CAGCTGCTTC CTTTACAGAC 800 



AGCTAGTGGG GT 

FIG. 41 
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AGGGCGGCGC AGATGCTCAG TGCAGAGAGA AGAAACAGGT GGTCTCTGCA 50 

GCTGGAAGCT CAGCTCCCAC CCCAGCTGCT TTGCATGTCC CTCCCAGCTG 100 

CCCTACCTTC CAGAGCC GAT ATCAATG CCT GGGTCAGAGC TCTGGGGAGG 150 

AACTGCTCAG TTAGGACCCA GACGGAACCA TGGAAGCCCC AGCGCAGCTT 200 

M etGluAlaPr oAlaGlnLeu 

CTCTTCCTCC TGCTACTCTG GCTCACAGgt gaggggaata tgaggtgtct 250 
LeuPheLeuL euLeuLeuTr pLeuThr 

ttgcacatca gtgaaaactc ctgccacctc tgctcagcaa gaaatataat 300 

taaaattcaa aatagatcaa caattttggc tctactcaaa gacagtgggt 350 

ttgattttga ttacatgagt gcatttctgt tttatttcca atttcagATA 400 

AspT 

CCACCGGAGA AATTGTGTTG ACACAGTCTC CAGCCACCCT GTCTTTGTCT 450 
hrThrGlyGl uIleValLeu ThrGlnSerP roAlaThrLe uSerLeuSer 
CCAGGGGAAA GAGCCACCCT CTCCTGCAGG GCCAGTCAGG GTGTTAGCAG 500 
ProGlyGluA rgAlaThrLe uSerCysArg AlaSerGlnG lyValSerSe 
CTACTTAGCC TGGTACCAGC AGAAACCTGG CCAGGCTCCC AGGCTCCTCA 550 
rTyrLeuAla TrpTyrGlnG InLysProGl yGlnAlaPro ArgLeuLeuI 
TCTATGATGC ATCCAACAGG GCCACTGGCA TCCCAGCCAG GTTCAGTGGC 600 
leTyrAspAl aSerAsnArg AlaThrGlyl "LeProAlaAr gPheSerGly 
AGTGGGCCTG GGACAGACTT CACTCTCACC ATCAGCAGCC TAGAGCCTGA 650 
SerGlyProG lyThrAspPh eThrleuThr IleSerSerL euGl uProGl 
AGATTTTGCA GTTTATTACT GTCAGCAGCG TAGCAACTGG CATCGCACAGI 700 
uAspPheAla Val TyrTyrC ysG lnGlnAr gSerAsnTrp His 
[TGATTCCACA TGAAlACAAAA ACq CCAACAA GACCATCAGT GTTTACTAGA 750 

TTATTATACC AGCTGCTTCC TTTACAGACA GCTAGTGGGG TGGCCACTCA 800 

GTGTTAGCAT CTCAGCTCTA TTTGGCCATT TTGGAGTTCA AGTTGTCAAG 850 

TCCAAAATTA CTTATGTTAG TCCATTGCAT CATACCATTT CAGTGTGGCT 900 
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CCGCCCCAGC TGCTTTGCAT GTCCCTCCCA GCCGCCCTGC AGTCCAGAGC 50 

C GATATCAATI GCCTGGGTCA GAGCTCTGGA GAAGAGCTGC TCAGTTAGGA 100 

ACCCCAGAGG GAACCATGGA AACCCCAGCG CAGCTTCTCT TCCTCCTGCT 150 

MetGl uThrProAla GlnLeuLeuP heLeuLeuLe 

ACTCTGGCTC CCAGgtgagg ggaacatggg atggttttgc atgtcagtga 200 
uLeuTrpLeu Pro 

aaaccctctc aagtcctgtt acctggcaac tctgctcagt caatacaata 250 

attaaagctc aatataaagc aataattctg gctcttctgg gaagacaatg 300 

q ggtttgattt agattacatg ggtgactttt ctgttttatt tccaatctca 350 

** gATACCACCG GAGAAATTGT GTTGACGCAG TCTCCAGGCA CCCTGTCTTT 400 
AspThrThrG lyGluIleVa ILeuThrGln SerProGlyT hrLeuSerLe 

GTCTCCAGGG GAAAGAGCCA CCCTCTGCTG CAGGGCCAGT CAGAGTGTTA 450 
uSerProGly GluArgAlaT hrLeuSerCy sArgAlaSer GlnSerValS 

GCAGCAGCTA CTTAGCCTGG TACCAGCAGA AACCTGGCCA GGCTCCCAGG 500 
erSerSerTy rLeuAlaTrp TyrGlnGlnL ysProGlyGl nAlaProArg 

CTCCTCATCT ATGGTGCATC CAGCAGGGCC ACTGGCATCC CAGACAGGTT 550 
LeuLeuIleT yrGlyAlaSe rSerArgAla ThrGlylleP roAspArgPh 

CAGTGGCAGT GGGTCTGGGA CAGACTTCAC TCTCACCATC AGCAGACTGG 600 
eSerGlySer GlySerGlyT hrAspPheTh rLeuThrlle SerArgLeuG 

AGCCTGAAGA TTTTGCAGTG TATTACTGTC AGCAGTATGG TAGCTCACCT 650 
luProGluAs pPheAlaVal T yrTyrCysG InGlnTyrGl ySerSerPro 

C QCACAGTG A TTCAGCTTGA A ACAAAAACd TCTGCAAGAC CTTCATTGTT 700 

TACTAGATTA TACCAGCTGC TTCCTTTACA GATAGCTGCT GCAATGACAA 750 

CTCAATTTAG CATCTCTCTC TGCTTGGGCA TTTTGGGGAT CTTAAAAAAG 800 

TAATCCCTTG ATATATTTTT GACTCTGATT CCTGCATTTT TCCTCAGACC 850 

AAGATGGACA GCCAGGTTTA AGCACAGTTT CACAGTAATG GCCACTGGAT 900 
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AAACACATTC TCTGCAGACA AATTTGAGCT ACCTTGATCT TACCTGGACA 50 

GGTGGGGACA CTGAGCTGGT GCTGAGTTAC TCAGATGCGC CAGCTCTGCA 100 

GCTGTGCCCA GCCTGCCCCA TCCCCTGCTC ATTTGCATGT TCCCAGAGCA 150 



CAACCTCCTG CCCTGAAGCC fTTATTAATA G GCTGGTCAGA CTTTGTGCAG 200 



GAATCAGACC CAGTCAGGAC ACAGCATGGA CATGAGGGTC CTCGCTCAGC 250 

MetAs pMetArgVal LeuAlaGlnL 

TCCTGGGGCT CCTGCTGCTC TGTTTCCCAG gtaaggatgg agaacactag 300 
euLeuGlyLe uLeuLeuLeu CysPhePro 

cagtttactc agcccagggt gctcagtact gctttactat tcagggaaat 350 

tctcttacaa catgattaat tgtgtggaca tttgttttta tgtttccaat 400 



Jj ctcagGTGCC AGATGTGACA TCCAGATGAC CCAGTCTCCA TCCTCACTGT 450 

yi GlyAla ArgCysAspI leGlnMetTh rGlnSerPro SerSerLeuS 

W CTGCATCTGT AGGAGACAGA GTCACCATCA CTTGTCGGGC GAGTCAGGGT 500 

erAlaSerVa IGlyAspArg ValThrlleT hrCysArgAl aSerGlnGly 
ATTAGCAGCT GGTTAGCCTG GTATCAGCAG AAACCAGAGA AAGCCCCTAA 550 
IleSerSerT rpLeuAlaTr pTyrGlnGln LysProGluL ysAlaProLy 
GTCCCTGATC TATGCTGCAT CCAGTTTGCA AAGTGGGGTC CCATCAAGGT 600 
sSerLeuIle TyrAlaAlaS erSerLeuGl nSerGlyVal ProSerArgP 
TCAGCGGCAG TGGATCTGGG ACAGATTTCA CTCTCACCAT CAGCAGCCTG 650 
heSerGlySe rGlySerGly ThrAspPheT hrLeuThrll eSerSerLeu 
CAGCCTGAAG ATTTTGCAAC TTATTACTGC CAACAGTATA ATAGTTACCC 700 
GlnProGluA spPheAlaTh r TyrTyrCys Gl nGlnTyrA snSerTyrPr 
AC CCACAGTGI TTACACACCC A A*ACATAAAC "CC CCAGGGAA GCAGATGTGT 750 
o 

GAGGCTGGGC TGCCCCAGCT GCTTCTCCTG ATGCCTCCAT CAGCTGAGAG 800 
TGTTCCTCAG ATGCAGCCAC ACTCTGATGG TGTTGGTAGA TGGGGAC 847 
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CGAGAGGGGCGGGGGGAAGACTACTATCCCAGGCAGGTTTTAGGTTCCAGAGTCTGCGAG 

AAATCCCACCATCTACCCACTGACACTCCCACCAGTCCTGTGCAGTGATCCCGTGATAAT 

CGGCTGCCTGATTCACGATTACTTCCCTTTCGGCACGATGAATGTGACCTGGGGAAAGAG 

TGGGAAGGATATAACCACCGTGAACTTTCCACCTGCCCTCGCCTCTGGGGGACGGTACAC 

CATGAGCAGCCAGTTAACCCTGCCAGCTGTCGAGTGCCCAGAAGGAGAGTCCGTGAAATG 

TTCCGTGCAACATGACTCTAACCCCGTCCAAGAATTGGATGTGAATTGCTCTGGTAAAGA 

ACGTTAGGGGGTCAGCTAGGGGTGGGATAAGTCaACCTTATCTAGATCCATATATCCCT 

CTGATGCACACCCTCACAGGAATCCCTCAGAAACCTCCACTATGGGGATTGGGGGAAGGA 

AGCGTAAACAGGTCTAGAAGGAGCTGGAGGCCTCAGAACATCCAGAAACGGGGACAGCAA 

AGGAGACAAGGAGAATATACTGATTTGCTAGGACATCTTCTGTTACAGGTCCTACTCCrC 

CTCCTCCTATTACTATTCCTTCCTGCCAGCCCAGCCTGTCACTGCAGCGGCCAGaCTTG 

AGGACCTGCTCCTGGGTTCAGATGCCAGCATCACATGTACTCTGAATGGCCTGAGAAATC 

CTGAGGGAGCTGCTTTCACCTGGGAGCCCTCCACTGGGAAGGATGCAGTGCAGAAGAAAG 

CTGCGCAGAATTCCTGCGGCTGCTACAGTGTGTCCAGCGTCCTGCCrGGCrGTGCTGAGC 

GCTGGAACAGTGGCGCATCATTCAAGTGCACAGTTACCCATCCTGAGTCTGGCACCTTAA 

CTGGCACAATTGCCAAAGTCACAGGTGAGCrCAGATGCATACCAGGACATTGTATGACGT 

TCCCTGCTCACATGCCTGCTTTCTTCCTATAATACAGATGCTCAACTAACTGCrCATGTC 

CTT AT ATCACAGAGGGAAATTGGAGCTATCTGAGGAACTGCCCAGAAGGGAAGGGCAGAG 

GGGTCTTGCTCTCCTTGTCTGAGCCATMaCTTCTTTCTACCTTCCAGTGAACACCTTC 

CCACCCCAGGTCCACCTGCTACCGCCGCCGTCGGAGGAGCTGGCCCTGAATGAGGTCTTG 

TCCCTGACATGCCTGGTGCGAGCrTTCAACCCTAAAGAAGTGCTGGTGCGATGGCTGCAT 

GGAAATGAGGAGCTGTCCCCAGAAAGCTACCTAGTGTTTGAGCCCCTAAAGGAGCCAGGC 

GAGGGAGCCACCACCTACCTGGTGACAAGCGTGTTGCGTGTATCAGCTGAAACaGGAAA 

CAGGGTGACCAGTACrCCTGCATGGTGGGCCACGAGGCCTTGCCCATGAACTTCACCCAG 

AAGACCATCGACCGTCTGTCGGGTAAACCCACCAATGTCAGCGTGTCTGTGATCATGTCA 

GAGGGAGATGGCATCTGCTACTGAGCCACCaGCCTGTCCCTACTCCTAGAATAAACTCT 

GTGCTCATCCAAAGTATCCCTGCACTTCCACCCAGTGCCTGTCCACCACCCTGGGGTCTA 

CGAAACACAGGGAGGGGTCAGGGCCCAGGGAGGGAGAAATACCACCACCTAAGC 
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□GP2b sequence: 



HmGCggccgctgtcgacaaacttcgaattcagtatcgatgtggtacctggatcctcgagtgcGKCKAGTATC-CiA 

i«V^CCGCT^TTAG0X3GGCTCTTa^ 
TCTCGGGCJ^CTTGGGTCCTGGCCACQGGTGCa 

TGCCTTACTGGTOGC*GAATGMTCACCGATACGCGAGCGAACGTGAAGCGACTGC^ 

1GCA J CA ACATGA ATGGTCTTCGGTTTCCGTGTTTCGTAMGTCTO 

TCCGGATCTGCATCGCAGGATGCTGCTGGCTACCCTGTGGAACACCTACATCTGTA^^ 

TGAGTGiTTTTTCTCTGGTCCCGCCGCATCCATACCGCCAGTTGTTTACCCTCACAACGTTCCAG 

ATCATCAGTAACCCGTATCGTGAGCATCCTCTCTCGTTTCATCGGTATCATTACCCCCATGA-ACAGA^ 

&CGGaGGCATC"GTGACC»JOG(SAAAAW^CGC^ 

TGGAGAMCTCHCGAGCTGGACGCG^^ 

CGCAGCTGCCTCGCGCGTTTCGGTGATC^ 

GTAAGCGGATGCCGGGAGC^GACAAGCCCGTQGGGCGCGTCAGCGGGTGTTGGCGGG 

aGTCACGTAGCGATAGCGGAGTGTATACTGGCT^^^^ 
C£TCTCAAATACCGCAC a GATGCGTAAGGAGAA 
CGCTCGGTCGTTCGGCTGCGGCGAGCGGTATCAGCTCACTCAA^GGCK 
CGCiGGAAAGAACATGTGAGCAAAAGGCCAGCAAAA 

GGCTCCGCCCCCCTGACGAGCATCACAAAAAT^ 

CiC«GTITCCCCCTGGAA.GCTCCCTCGTGCGCTCTCCTGTTCCGACCCTaC 

CCCTTCGGGAAGCGTGGCGCTTrcTCATAGCTCACGCTGTAGGTATCTCAG^ 

GCTGTGTGCACGAACCCCCCGTTCAGCCCGA^ 

CACGACmTCGCCACTCKAC^AGCCAgg^^^ 

TGT a GGCGGTGCTACAGAGTTCTTGAAGTC<^^ 

TKTCHGCCAGTTACCTTCGGAAA^ 

TTTGTT1X3CA a GC a C^AGATTACKGCAGAAAAiAAGGATCTC 

TC s GTGGAACGA a AACTCACGTTAAGGGATTITGGTCATGAGATTATC 

i a i s ^TGAAGTTTTAAATCAATCTAAAGTATATATGAGTAWCTTGGTCTGA 

CCTATCTC&GCGATCTGTCTATTK^ 

CTTACCATCTGGCCCCAGTGCTGCAATGATACCGCGAGACCCACGCTCACCGGCTC^ 
C 4 GCCGGAAGGGCCGAGCGCAGAAGTGGTCCTGCAACTTTATCCGCCTCCATCCAGTCTATTA 

iGAGTAAGTAGTTCGCCAGTTAATAGTTTGCGCMC^^ 

TGGTATGGCTTCATTCAGCTCCGGTTCCCAACGATCAAGGCGAGTTACATGATCCCCCATGTO 

GCTCCTTCGGTCCTCCGATCGTTGTCAGAAGTAAGTTGGCCG^ 
TCTCTTACTGTCATGCCATCCGTMGATGCTTTTCTGTGACTGGTGAGTACTC^ 

GCGGCGACCGAGTTGCTCTTGCCCGGCGTC^ 

TTC^AAAACGTTCTTCGGGGCGAAAACTCTCM 

CCCMCTGATCTTCAGCATCTTTTACTTTCACCAGCGTTTCTGGGTGAG 

GJGMT^GGGCGACACGGAAATGTTCAATACTCATACTCTTC 

GTCTCATGAGCGGATACATATTIGMTGTATO 

CCACCTGACGTCTAAGAAACCATTATTATCATGACATTAACCTATAAAA^ 

AG 
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